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S.O^and GAP extension penalty of 0.3 f arid ^capable of Initiating* replication 
* and (2) replication initiating sequence which -hybridises under low-stringency 
conditions with (i) the nucleic acid sequence of SEQ ID NO:1 or SEQ ID NO:2 t 
~~ ^ > or (ii) .the - respective complementary strands, wherein the, low stringency 
_ ~* ■ * conditions are defined "by prehybridization arid hybridization at 42°C in 5x 
^ SSPE, 0.3% SDS, 200 mg/ml sheared and denatured salmon sperm DNA; and' 
25% formamide, and wash conditions .are defined-at 50°C for 3(Tminutes in 2x 
SSC70.2% SDS; and " ~ ' " - 

(ii)- a polynucleotide sequence of interest, -wherein there are Sectors in. the 
" * -population that vary from other vectorsjn the population b^carrying different 
versions' of the polynucleotide sequence of interest; r ~~ " ** : 

m . % . (b) cultivating the cells in the presence of an effective amount of*ai- selective agent or the - 
- absence of an appropriate selective agent; - . j 

(c) selecting or screening for one or more . transformants ^expressing . the desired 
characteristic; and „• ' - > \, * 

(d) isolating tlie,transformant(s) of interest. ~ " " _ ~. ^ ' -»•, ~ . 
^ - ~ - _ ■ 

3. (Amended. )"The method [of claim 1, wherein the poJynucleotide^sequenceJurthfeir comprises 
a control sequence. 




31. (Amended.) ., A- method of constructing a library^of polynucleotide sequences of' interest 
* — - > 

encoding a desired characteristic in filamentous fungal cells, wherein thfe method comprises: - * 

(a) transforming the fungal cells with a population ofi-DNA vectors/therein each vector 
comprises: - _ _ * V w ~ , 

_ (i) ^ a fungal" selection marker polynucleotide sequence and ^-fungal replication 

" initiating polynucleotide sequence, wherein Jhe marker and_ the replication V r 

« ~ . - initiating sequence do not vary- within the population; and ^wherein the * " 

replication initiating sequence is- a nucleic acid sequence selected from the* ~ 

" group consisting of: (1) a replication initiating sequence' having at least '80%* 

identity with the nucleic acid" sequence of SEQ ID N(5:1'or-SEQ % ID NO:2, ~ 

determined using the GAP computer program with a GAP creation penalty of--* 

"* 5.0 and GAP 'extension penalty of 0.3, and is capable of initiating replication; 

■ .-agd,(2) replication' initiating sequence which hybridises under Idw stringency ^ 

conditions with (i) the nucleic acid*seq\ience of SEQ ID NO:1 or SEQ IDpNO:2, 
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^ *or (ii)*.-the respective complementary strands, wherein the low stringency 
^conditions are defined by prehybridization* and^Jiybridization^at 42°Oin 5x 
SSFPE, 0.3% SDS, 200 mg/ml sheared'and denatured salmon sperm DNA, ah<f 
^ ~* 25% formamide,_an3 wash conditions are definedjat 50 o e for 30'minutes in 2x\ 
' SSC,*0.2% SDS;-and.~ " - - _ ~ J 

(ii) . a-~polynudeotide:isequence~*of Jnterest encoding d^desired characteristic, 
wherein there Jire vectors in the population that vary frorwothef vectors in*1he, 
population by carrying different versions of the polynucleotide, ^sequence of* 
interest; * - - " r\ "™ ~ ~ \ 

(b) cultivating the cellsln the presence of an effective amoufit of -a selective agent or the 
absence of an appropriate selective agent. ~ - c * " .■ 



32. (Amended.) The method of claim 31, further comprising the step^pf; - * ^ 

(c) selecting or. screening -for one or more transfqrmants -expressing thie desired 

characteristic; and ^ 1 * - : r ; " s 

j(d) isolating the trahsformanf(s) of interest. m .J"* " ■■" , > 



/ - j - 
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